Background: Parkinson's disease (PD) is a complex disorder caused by genetic, environmental and age-related factors, and it is more prevalent in men. We aimed to identify differentially expressed genes in peripheral blood leukocytes (PBLs) that might be involved in PD pathogenesis. Transcriptomes of 30 female PD-patients and 29 ageand sex-matched controls were profiled using GeneChip Human Exon 1.0 ST Arrays. Samples were from unrelated Ashkenazi individuals, non-carriers of LRRK2 G2019S or GBA founder mutations. Results: Differential expression was detected in 115 genes (206 exons), with over-representation of immune response annotations. Thirty genes were related to B cell functions, including the uniquely B cell-expressed IGHM and IGHD, the B cell surface molecules CD19, CD22 and CD79A, and the B cell gene regulator, PAX5. Quantitative-RT-PCR confirmation of these 6 genes in 79 individuals demonstrated decreased expression, mainly in women patients, independent of PD-pharmacotherapy status.
Background
Parkinson's disease (PD) is a complex disorder involving multiple affected genes and multiple environmental risk factors [1] . It is the second most common neurodegenerative disorder, affecting about 1.8% of the population over the age of 65 years [2] . Since the identification of mutations in the α-synuclein gene [3] , 16 chromosomal loci, and mutations in 9 genes have been associated with familial and sporadic PD (reviewed by [4] ). Abnormalities in multiple cellular pathways including the ubiquitin-proteasome, mitochondrial and apoptotic pathways and impaired protection from oxidative stress were suggested to be involved in the accumulation of synuclein and the selective loss of dopaminergic and other neurons (reviewed by [5] ). Transcriptional profiling by microarray methodology of the substantia nigra (SN) from PD-patients [6] [7] [8] , as well as from peripheral blood leukocytes (PBL) from PD-patients [9, 10] further demonstrated expression changes in genes belonging to these pathways. The identification of similar expression changes in SN and PBL encouraged our use of PBL as a surrogate tissue to search for novel genes and cellular pathways that might be involved in PD pathogenesis.
Genetic analysis of isolated populations derived from relatively few founders offers a powerful route for the identification of genetic risk factors [11] . The Ashkenazi Jewish population has preserved its homogeneous genetic makeup, and has been valuable for the identification of genes associated with increased risk for many common complex diseases, relevant to the world population-at-large [12, 13] . In our previous studies, mutations in the LRRK2 and GBA genes were detected in a surprisingly high proportion (more than a third) of the Ashkenazi PD-patients tested [14, 15] , allowing the subclassification of these patients based on their LRRK2 or GBA carrier status.
Gender differences in PD are well characterized, with PD prevalence being about 1.5 times lower in women than in men in Western populations [16, 17] . Phenotypic changes between men and women have also been described, for example, age at PD onset is~3 years later in women [16, 17] , and men with PD have higher risk of developing cognitive impairment [18] .
To increase the possibility of identifying PD-related expression changes in patients' PBL, we studied the relatively genetically homogenous population of Ashkenazi patients and controls. To further increase the homogeneity of the studied population in the initial step of the microarray expression profiling, we included only female patients and controls that do not carry the LRRK2 or GBA Ashkenazi founder mutations. The microarray methodology was designed to capture the expression intensity of each exon individually, allowing the identification of differentially expressed genes in PD-patients compared to healthy controls.
Results

Quality control and batch effects removal
Principal component analysis (PCA) revealed two methodological factors that affected the expression levels, the Affymetrix whole-transcript target labeling kit batches (2 batches, Additional file 1, Figure S1 , A) and the two researchers who extracted the RNAs (Additional file 1, Figure S1 , B). Successful elimination of the batch effects and data homogeneity were demonstrated in PCA done following the batch-removed ANOVA function (Partek ® Genomics Suite Version 6.4, Additional file 1, Figures S1, C and D).
Expression changes detected in PBL from Parkinson's disease patients
Of the 232,448 core exon-level probesets data in the Human Exon 1.0 array, 195,437 had mean signal value of 3.0 or more in all samples, 227 of them were significantly changed between PD-patients and controls (3way ANOVA, P < 0.01 and fold-change (FC) > 1.5 or < -1.5). Filtering out probesets with known SNPs resulted in 206 probesets that were incorporated into 115 genes ( Figure 1A and 1B; Additional file 2, Table S1 ). 160 probesets (75 genes) were down-regulated and 46 probesets (40 genes) were up-regulated in PD-patients' PBL compared to controls. Alternative-splicing, including possible exon skipping and alternative 3' or 5' sites, was detected in 76 out of the 115 differentially expressed genes using the Partek's gene view tool (Additional file 2, Table S1 ). Interestingly, 13 of the 115 differentially expressed genes have previously been reported to be changed in the substantia nigra (SN) from PD-patients [6, 8, [19] [20] [21] [22] . In five of these genes (ADCY2, CCDC92, CELSR1, HECTD2 and KIF1B) the direction of expression change in patients' PBL were as those reported in dopaminergic neurons captured by laser microdissection from patients' SN [6, 19] . Twelve of the differentially expressed genes (10.4%) likely belong to PD-related pathways based on their GO annotations (DAVID functional analysis tools, http://david.abcc.ncifcrf.gov/): the ubiquitin-proteasome pathway (FBXL13, HECTD2 and PSMC5), mitochondrial dysfunction (ACSM5, KIF1B, and MMAA); increased oxidative stress (GPX3) and apoptosis and cell death (CKAP2, DDIT4, IFNG, NEB and TRAJ17).
Genes associated with immune response, specifically with B cell-related functions, are differentially expressed in PDpatients Significantly enriched GO-annotations were identified when comparing their representation in the 115 significantly changed genes to their representation on the Human Exon 1.0 ST array (21,980 genes, Figure 2 and Additional file 3, Table S2 ). Genes involved in the immune response were most significantly enriched (17 genes, P = 2.69*10 -8 ), including genes involved in the innate and humeral immune responses (5 genes each, P = 2.29*10 -4 and, P = 3.85*10 -3 respectively). Additional enriched functional annotations were genes with signal transduction activity (29 genes [P = 6.17*10 -5 ], 21 of them with receptor activity [P = 2.6*10 -3 ], mostly immuno-receptors) and voltage-gated ion channels (5 genes [P = 1.13*10 -2 ], 3 of them calcium channels [P = 1.11*10 -3 ]). Of note, the same significantly enriched annotations were also identified when we compared the representations of the GO-annotations between the 115 differentially expressed genes and the list of genes expressed in our PBL samples (17, 441 genes, data not shown).
Significantly over-represented KEGG pathways were also identified (Table 1) , and the most significantly enriched pathway was "B cell receptor signaling" (8/115 genes, P = 2.21*10 -8 , 19.1 times higher than expected; Table 2A ). Notably, such enrichment was not detected in other lymphocyte signaling pathways, such as T cell receptor signaling and Natural killer cell mediated cytotoxicity, but was unique to the B cell pathway.
We further generated a combined list of genes included in all B cell-related annotations, using DAVID functional analysis tools (342 genes listed in Additional file 4, Table S3 from GO, KEGG, Biocarta, BBID, UniProt Tissue and UniProt Keywords databases; http:// david.abcc.ncifcrf.gov/ [23, 24] ). A significant enrichment of genes that carry B cell-related annotations was identified among the 115 changed genes (19/115 , Tables 2A  and 2B ) compared to all genes in the core-level Exon 1.0 array (342/21,980, χ 2 test, χ 2 = 159.43, P < 0.0001), and to all genes expressed in our PBL samples (272/ 17,441, P < 0.0001, χ 2 test, χ 2 = 156.9, P < 0.0001). Furthermore, 11 additional genes that are associated with B cells were also detected via a manual search of the following databases: GeneCard, UniProt Tissue Specificity, UniProt Function and PubMed (Table 2C ). In total, a high proportion (26%) of the significantly changed genes (30/115, Table 2 ) was related to B cell functions. Although some of these genes may carry additional roles, their common significantly enriched functions related to B cell biology. Notably, among these genes were IGHM and IGHD that are uniquely expressed in B cells, and the CD19 gene, which is frequently used as a marker for B cell identification.
Positive correlations between the differentially expressed genes
The Pearson Correlation test performed between the 115 significantly changed transcripts in all 59 patient and control samples identified 54 highly significant correlations (threshold: r > 0.8 and P < 10 -14 , Additional file 5, Table S4 ). Two gene-networks were generated based on these correlations (Cytoscape, Figure 3 ), suggesting a co-regulation of the gene expression. The large gene-network included multiple correlations between 19 genes; all were down-regulated in patients' PBL, most of them (16/19) were immune response genes (Additional file 4, Table S3 ). In particular, 13 of these 19 highly correlated genes are B cell-related ( Table 2 , bold circle in Figure 3 ). The second gene-network ( Figure 3 ) linked 3 genes, CD8B and KLRG1 that are expressed in T cells, and MCOLN2 that was suggested to play a role in B cell lysosomal function [25] .
Validation
Of the 115 significantly changed genes, 10 genes were chosen for validation, representing both up-and downregulated genes as well as different GO-annotations, including immune and defense responses (CD22, CD19, CD79A, IGHD and IGHM), regulation of cell proliferation and differentiation (EREG), regulation of transcription (PAX5), voltage-gated ion channel (KCNH8) and cell-cell adhesion (PCDH9). The SNCA gene, whose expression levels were not changed between patients and controls, was used as negative control. Validation of the expression results was done using RNA samples from 9 PD-patients and 6 controls that were also hybridized to the Human Exon 1.0 ST array. Highly Table  S2 . For each annotation, the dark bar represents the number of observed genes among the differentially expressed genes, and the grey bar represents the number of expected genes among the core-level Human Exon 1.0 ST Array. significant positive correlations were demonstrated between the expression levels resulting from both methods in all tested genes [ranged between r = 0.864 (P < 0.0005) and r = 0.666 (P = 0.007); Additional file 6, Table S5 ].
Are the expression levels of B cell-related genes affected by disease state, disease duration, medication or gender?
We expanded the number of RNA samples analyzed by Real-Time PCR (total of 79) to include an additional 64 samples from males and females patients and controls who were not tested on the microarrays. Six B cellrelated genes were analyzed: CD22, CD19 and CD79A that encode B cell surface molecules, IGHD and IGHM that encode B cell specific immunoglobulins, and PAX5 that encodes a regulator of B cell genes. In order to define whether disease state (PD), rather than PD pharmacological therapy, affected the expression levels, we included 20 samples from patients who were not treated at the time of enrollment ("naïve"-PD group, with disease duration of 1.65 ± 1.42 years). Two additional groups of medically treated patients were included in this extended analysis: 18 patients with short disease duration (PD-SDD, less than 2 years between onset of motor symptoms to enrollment), and 20 with long disease duration (PD-LDD, more than 5 years between onset of motor symptoms to enrollment). Importantly, all four experimental groups of patients and controls included men and women in~1:1 ratio (total of 39 men and 40 women).
First, a 2-way ANOVA, with experimental group and gender as independent variables, revealed the significant effects of both parameters on the expression levels of all tested B cell-related genes ( Figure 4AI -FI). Additionally, significant interactions between gender and experimental group were detected for CD19, CD22, IGHD and IGHM ( Figure 4AI , BI, DI and 4EI). Next, men and women were analyzed separately. In men, none of the genes tested, except CD79A ( Figure 4CIII ), were significantly changed between the four experimental groups.
In contrast, in women, all tested B cell-related genes were differentially expressed between the control group and the different PD-groups (1-way ANOVA, followed by Tukey post hoc, Figure 4AII -FII). Compared to controls, the expression of the 6 B cell-related genes was down-regulated in all female patient groups, naïve and treated ( Figure 4AII -FII). Further decreased expression levels were noted for all tested genes, except for CD19, in the patient group with long disease duration ( Figure  4B -F). Finally, the expression levels of the negative control gene, SNCA, and the two internal control genes, TBP and GUSB, were not changed between the four experimental groups, nor were they changed between men and women (Figures 4GI-III and 4HI-III). Taken together, these results demonstrate that the expression levels of these B cell-related genes are affected by the disease status, regardless of medication, mainly in women PD-patients.
Studying the B cell related genes expression in other PD patient populations and in other neurological diseases
The expression levels of four of the B cell related genes (IGHD, IGHM, CD19 and CD22) were also examined in 10 non-Ashkenazi female PD patients and 11 non-Ashkenazi female controls. No changes in the expression levels of these genes were detected between PD-patients and controls (Additional file 7, Figure S2 ). Notably, the expression levels in non-Ashkenazi PD women (patients and controls) were similar to the expression levels in the Ashkenazi control women. These results might suggest that the observed changes in B cell related genes are specific to the Ashkenazi PD women population.
To examine the expression of the B cell related genes in other independent PD cohort and in patients with other neurological diseases we re-analyzed the previously published data by Scherzer at al. ( [9] ; GSE6613). This dataset compares PD patients to healthy controls and to other neurological disease controls. Based on our criteria for detecting differentially expressed genes (P < 0.01 and FC > 1.5 or < -1.5), no significant changes in the expression of the B cell related genes were observed between any of the three experimental groups, in the whole cohort or when genders were analyzed separately (with the exception of IL1R2, which was up-regulated in males PD patients and was also one of the only up-regulated B cell related genes in our data). These results might suggest that the changes we observed in the expression of B cell related genes are not common to other neurological diseases. However, since we could not confirm the changes also in the PD-patients it is possible that other factors might influenced these results, including demographic properties such as ethnicity and age of the female patients and controls, as well as technical aspects, such as the array used and the normalization method in the dataset of Scherzer et al.. For example, in the original article the authors used the MAS5 algorithm to normalize the array data, while in our re-analysis we utilized the GCRMA algorithm. As a result, out of the 24 probesets defined by Scehrzer at al. as differentially expressed (Supplementalry Table 3 [9]), only 8 probesets showed P < 0.01 when analyzing the data with GCRMA. Taken together, these results might suggest that the B cell related changes are specific to Ashkenazi Jewish PD female patients, however, the results could also be referred to other causes.
Discussion
While transcriptional events in brain tissues from deceased PD patients have shed light on disease pathogenesis, recent studies have demonstrated the potential of PBL as a surrogate tissue in PD research. Mammalian lymphocytes are capable of synthesizing dopamine (DA) and other catecholamines, as well as DA receptors and transporters (DAT) [26, 27] . Furthermore, when PBL from PD-patients were compared to controls, differences in DA signaling, including reduced DA content, impaired DAT immunoreactivity [28] and higher levels of dopamine D1-like and D2-like receptors, were observed [29] . The hypothesis that PBL can echo some of the changes occurring in the substantia nigra of PDpatients is also supported by our results. Changes in expression levels, in the same direction (up-or downregulation), of the ADCY2, CCDC92, CELSR1, HECTD2 and KIF1B genes, were demonstrated both here, in patients' PBL, and previously, in the substantia nigra of PD-patients [6, 19] . In addition, genes involved in PDrelated pathways, such as the ubiquitin-proteasome and apoptosis, and mitochondrial function were differentially expressed in patients' PBL both in our study and in recent reports [9, 10] . These results suggest that PBL from PD-patients serve as an important, easily accessible tool, that might help in the study of mechanisms underlying Parkinson's disease pathogenesis. Our data also demonstrated that the selection of a relatively homogeneous group of RNA samples from Ashkenazi women that do not carry either GBA or LRRK2 founder mutations [14, 15] increased the ability to detect novel expression changes in PD patients' PBL. The involvement of the immune system, and particularly T cells, in PD has been recognized (reviewed by [30] ). Our expression analysis of PBL from PD-patients demonstrated that the most prominent group of differentially expressed genes were those involved in immune system processes. Notably, a significantly decreased expression of innate and humeral immune response genes was detected, mainly of genes related to B cell functions. The down-regulation of dozens of genes encoding the CD surface molecules, the B cell specific immunoglobulins IGHM and IGHD, and regulators of B cell differentiation and activation, suggest a decrease in the B cell population among women with PD. Such a decrease in the number and percentage of peripheral CD19 + B cells was previously demonstrated in PDpatients [31] . Indeed, decreased mRNA levels of CD19 were confirmed in our study by both microarray and quantitative real-time PCR analyses. Changes in peripheral B and T lymphocytes were also described in other neurodegenerative disorders, such as Alzheimer's disease [32] and amyotrophic lateral sclerosis [33] . Our findings suggest that B cells might in fact be an additional tissue involved in PD, which has been recently appreciated as multi-systemic, beyond the central nervous system, involving the enteric and autonomic nervous systems as well as the eye (reviewed by [34] and [35] ).
The detection of expression changes in tissues taken from patients under pharmacotherapy raises the Table S4 . question of whether changes are related to the disease, therapy, or both. Therefore, the quantitative expression confirmation analysis included both treated and untreated (naïve) patients. Our data demonstrated that the reduced expression levels of B cell-related genes did not result from anti-parkinsonian medications, but were related to the presence of PD. This is in agreement with the decreased number and percentage of CD19 + B cells observed in both treated and untreated PD-patients [31] .
While our initial microarray expression study tested only women, we greatly expanded the number of samples for the confirmation analysis, testing six B cellrelated genes in male and female PD-patients and controls. Interestingly, the expression levels of all six genes were significantly under-expressed only in women patients compared to women controls, whereas in men, the expression levels were similarly lower in both patients and controls. Such a gender-dependent differential expression of B cell-related genes is reminiscent of the variations detected in the levels of different subsets of lymphocyte populations between healthy men and women [36, 37] , specifically, the higher count of CD19 + B cells in healthy women compared to men [38] . Additionally, since our analysis of Ashkenazi PD women samples demonstrated an expression changes in B cell related genes both in the initial stage and in the SNCA gene expression was used as a negative control (G). Each transcript's expression level was normalized to the geometric mean of GUSB and TBP expression levels (H). Graphs in column I (AI-HI, Two-way ANOVA, followed by Tukey post hoc) represent the combined analysis of men and women (79 samples). Each analysis included a group of sex-and age-matched healthy controls, and three groups of patients: PD-patients that did not receive anti-Parkinson medications at time of enrollment (naïve-PD), PD-patients with short disease duration (PD-SDD) and PD-patients with long disease duration (PD-LDD). Each of these four groups included both women and men in a 1:1 ratio. Graphs in columns II and III (AII-HII and AIII-HIII, One-way ANOVA, followed by Tukey post hoc) represent the separate analysis of women (40 samples) or men (39 samples), respectively. For all gene analyses, bold numbers in AI-AIII represent the number of individuals tested. Bars represent mean ± SEM. Significant P-values are indicated between the tested groups as follows: black solid lines represent P < 0.0005, black dashed lines represent P < 0.005 and grey solid lines represent P < 0.05. Statistical significances were detected (Two-way ANOVA) for both gender and group parameters (#) and for gender and group parameters, as well as the interaction between them (*).
Kedmi et al. Molecular Neurodegeneration 2011, 6:66 http://www.molecularneurodegeneration.com/content/6/1/66 confirmation study, and given that we could not detect the same changes in expression patterns in non-Ashkenazi PD women (in Jewish women with PD from Eastern and North-African origin, as well as in Scherzer et al. [9] cohort), it is possible that these changes might be specific to Ashkenazi PD women.
Gender-associated phenotypes are well recognized in PD, particularly the greater prevalence and the younger age of motor symptom onset in men [17] . Specific differences were also detected in peripheral blood, where serum uric acid levels have been inversely correlated with disease duration and daily levodopa dosage in male, but not female PD patients [39] . Recently, genderdependent gene expression changes were demonstrated in the SN of PD-patients, with only a small overlap of the differentially expressed genes between males and females [40] . The expression changes detected in B cellrelated genes in our study are yet another example of molecular variations between men and women with PD. It will be important to explore the relationship between the down regulation of B cell-related genes and the development of PD: Are women with down regulation of B cell-related genes more prone to develop PD, with a higher expression of B cell-related genes possibly carrying a protective effect? or is it the disease process itself that decreases the expression of B cell-related genes in women?
Conclusions
The results presented here demonstrated down-regulated expression of large number of B cell related genes, including genes that are specifically expressed in B cells and genes encoding B cell surface molecules. Moreover, we showed that their expression decreased specifically in women PD-patients. Our results provide compelling evidence for the involvement of B cells in PD even before the initiation of anti-Parkinsonian drugs. Further studies will be needed to elucidate the possible roles of the B cell down-regulation in PD pathogenesis.
Methods
Patients and controls
All PD-patients and controls tested here were included in our previous studies [14, 15, 41] , and the diagnostic criteria, modes of recruitment and genotyping of LRRK2 and GBA mutations were described therein. In the first step of our study, the microarray analysis, we included RNA samples from female patients and controls who were not carriers of either the LRRK2 G2019 or GBA mutations. A random selection of 30 patients (age at enrollment, i.e. age at blood sampling 65.7 ± 10.3, range 47-84; age at motor symptoms onset 56 ± 11.58, range 26-84) was done using SPSS software Version 16 (SPSS Inc., Chicago, IL) from a pool of 86 non-carrier female patients. The 29 controls were randomly selected to match the mean, SD and range of the age at enrollment of the patients, from a group of 91 healthy females (age at enrollment of 65.48 ± 8.89, range . For the second step of the study, the quantitative RT-PCR (q-RT-PCR) analysis, we tested 79 RNA samples from males and females (1:1.03 ratio), PD-patients and controls (58 and 21, respectively). Twenty patients were naïve, untreated, and 38 were under PD pharmacotherapy. None were carriers of either the LRRK2 G2019S or GBA mutations. Fifteen of the 59 samples that were analyzed by the microarrays in the first step were randomly selected for validation by q-RT-PCR. In total, 123 RNA samples were included in these studies (84 females and 39 males). Table 3 summarizes the age and gender of patients and controls that were used for the q-RT-PCR analysis. All study samples were from individuals of unrelated Ashkenazi-Jewish ancestry. q-RT-PCR was also performed using 10 non-Ashkenazi Jewish female PD patients (age at enrollment of 61.7 ± 8.4) and 11 ageand ethnicity-matched female controls. Each group included females from North Africa and Eastern (Iraq, Iran, Syria) origin. All patients and controls signed an informed consent and the study was approved by the Institutional and National Supreme Helsinki Committees for Genetic Studies.
RNA isolation, target labeling and hybridization PBL were obtained from 2.5 mL of peripheral blood that was lyzed within 2 h from blood taking (buffer EL, QIA-GEN, Germantown, MD). The PBL pellets were immediately frozen and kept at -80°C. Total RNA was extracted using QIAamp RNA blood Mini Kit in the presence of DNase (QIAGEN). RNA quality and quantity were measured using NanoDrop spectrophotometer ND-1000 (NanoDrop Technologies, Wilmington, DE). Only RNAs that passed the quality control cutoffs of 260/280 ratio of 1.8 and 260/230 ratio of 1.6 were used. [42] .
Statistical and bioinformatic analyses
Normalization, filtering and statistical analyses were done using Partek ® Genomics Suite Version 6.4 (Partek Inc., St. Louis, MO). Background adjustment, normalization, and probe-level summarization of the microarray data were done using the robust multichip average (RMA) algorithm [43] and summarized signals were log2 transformed. Gene-level summarization was done by calculating the mean signal for each gene, based on the meta-probeset file provided by Affymetrix. To eliminate the batch effects (scan date and personnel), the ANOVA-batch-removal tool implanted in Partek was applied. The first filtering step was done to include only the core-level data of the Human Exon 1.0 ST array as defined by Affymentrix, which includes 21,980 gene and 232,448 exon probesets, consisting of RefSeq and fulllength GenBank mRNAs. To avoid analysis of nonexpressed genes, only exons with signal values of ≥ 3.0 were selected for further analysis. To detect transcriptional changes, 3-way ANOVA was conducted on the exon-level data, with the disease status and the two batch-removed effects as the ANOVA factors. To eliminate false-positive results due to probes that site on SNPs [44] , differentially expressed exon-level probesets that contained SNPs in more than 50% of their probes were identified using the SNPinProbe1.0 database [45] and removed. P-values for the ANOVA model were calculated using log-transformed data. Expression fold changes were calculated by least squares (LS) mean. Since Partek's alternative-splicing ANOVA algorithm is affected by exon-to-exon differences, Partek's gene view tool was used to determine alternatively-spliced genes.
Pearson correlation test was used to examine possible correlations between expression levels of the differentially expressed transcripts, which were employed for expression-based network (Expression correlation plugin at Cytoscape software 2.6.1 [46] ). To determine functional significance among the changed transcripts, over-represented gene ontology (GO) and KEGG pathways were identified, compared to their representation on the Human Exon 1.0 ST array, using the online software WebGestalt (http://bioinfo.vanderbilt.edu/webgestalt/ [47] ).
Quantitative RT-PCR analysis cDNA was synthesized from 0.5 μg total RNA using High-Capacity cDNA Reverse Transcription Kit (Applied Biosystems, Foster City, CA) in the presence of an RNase inhibitor. The expression levels of the following genes were validated: CD19 (Hs01047409_g1), CD22 (Hs00233533_m1), CD79A (Hs00998120_g1), EREG (Hs00914313_m1), KCNH8 (Hs00976951_m1), IGHD (Hs00378878_m1), IGHM (Hs00378435_m1), PAX5 (Hs01045956_m1) and PCDH9 (Hs01009199_m1). The expression of SNCA (Hs01103386_m1) was used here as negative control, since its expression levels were not changed between the studied groups in the Affymetrix Exon 1.0 array experiment (data not shown). The expression levels of all tested genes were normalized relative to the expression levels of the GUSB (Hs99999908_m1) and TBP (Hs99999910_m1) genes. These reference genes were selected based on their microarray expression out of several candidate reference genes using NormFinder algorithm, which allows the selection of genes with the least expression changes between the different samples and the experimental groups ( [48] , data not shown). Quantification was done using TaqMan MGB probe and TaqMan Universal PCR Master Mix with 10 ng of cDNA on the StepOne Plus Real-Time PCR system (Applied Biosystems). Reactions were performed for 2 min at 50°C, 10 min at 95°C, and then 45 cycles of 15 s at 95°C and 1 min at 60°C. The expression levels were determined using the comparative threshold cycle (C T ) quantification method [49] . The geometric mean of C T values of the internal control genes, GUSB and TBP, was subtracted from C T values of each target genes (ΔC T ) and signal values are expressed as 2 (-ΔCT) . Pearson correlation test was applied to examine the correlation between results obtained from the Exon 1.0 ST Array and the Real-Time PCR. The expanded confirmation analysis (in 79 samples from men and women) included the following genes: CD19, CD22, CD79A, IGHD, IGHM, PAX5 and SNCA. Their expression signal values were compared between the study groups, and 2-way ANOVA with gender and group as the two independent variables, followed by 1-way ANOVA statistics were applied.
Analyzing published blood expression profile data of Parkinson's and other neurological diseases
To detect whether the expression changes in B cell related genes seen in our PD patients can be also detected in other neurological diseases' patients and in other PD cohort, we re-analyzed the published data of Scherzer et al. ([9] ; GSE6613). This dataset includes 50 PD patients, 22 healthy controls and 33 controls with other neurological diseases. The CEL files were downloaded to Partek ® Genomics Suite Version 6.5. Background adjustment and normalization of the microarray data were done using the GCRMA algorithm. One sample of healthy control (GSM155358) was detected as an outlier by PCA, and was removed from further analyses. Since the gender of the subjects was not provided, we used the expression of XIST to distinguish between males and females. According to the XIST expression, the cohort included 41 females (12 PD patients, 11 healthy controls and 18 other neurological diseases controls) and 63 males (38 PD patients, 11 healthy controls and 15 other neurological diseases controls). ANOVAs were done to detect significant changes between PD patients, healthy controls and controls with other neurological diseases among: all subjects, only females and only males.
